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Supplemental Figures Legends
The Western blot is representative of three independent experiments with different mice of each genotype, n = 3.
Supplemental Methods

Evaluation of G3BP-complex binding motifs
Motif search was carried out in the reproduced transcripts from WT sample HITS-CLIP, using k-mer and MEME (Multiple Em for Motif Elicitation) approaches. A k-mer enrichment analysis was performed by calculating the ratio of the density of k-mers in GB3P-complex HITS-CLIP clusters versus the density in a background set of clusters (Agirre et al. 2015) . The analysis was performed with the whole set of G3BP-complex clusters, or the set of intronic clusters only. To define the control background sets, we selected random regions, but of the same size as the clusters and obtained from the same gene regions, adjacent to the clusters (to avoid sequence composition biases from different parts of the genes). Concerning the introns, these random clusters were generated on the same introns. Furthermore, we checked that the G3BP-complex clusters were randomly distributed along the introns, which avoids any sequence bias due to the position, like polypyrimidine tracks. Ranked by p-values, the top k-mers were retrieved and they were sorted relative to their abundance in G3BP-complex clusters. The clusters were anchored and aligned on the position of kmers in order to obtain sequence logos with MEME. Furthermore, we eliminated the clusters that were overlapping repeated and transposable elements. Those were obtained from the RepeatMasker-recovered annotations in NCBI UCSC browser.
Around 32 % of the clusters were thus removed (mostly SINE and LINE sequences), however the RepeatMasker tool may miss some degraded ALU sequences that we were still able to detect. Finally, the clusters were scanned to detect the presence of the motifs which were present in a minimum of 10 or 20 % of the sequences, and plot the graphs of the relative abundance of the motif in the G3BP-complex clusters datasets. We also scanned the clusters for the presence of previously identified consensus sequences for G3BP1 (SELEX motif (Tourrière et al. 2001) ), G3BP2
(RNAcompete (Ray et al. 2013) ), and SFPQ (RNAcompete).
Supplemental References
Agirre E., Bellora N., Alló M., Pagès A., Bertucci P., Kornblihtt A. R., Eyras E. (2015) A chromatin code for alternative splicing involving a putative association between CTCF and HP1α proteins. BMC Biol. 13, 31. Ray D., Kazan H., Cook K. B., Weirauch M. T., Najafabadi H. S., Li X., Gueroussov S., et al. (2013) A compendium of RNA-binding motifs for decoding gene regulation. Nature 499, 172-177. Tourrière H., Gallouzi I. E., Chebli K., Capony J. P., Mouaikel J., van der Geer P., Tazi 
